LOCPRIOR=1 and all other samples as LOCPRIOR=2. This second set was chosen 9 because previous studies on rockfish found a genetic break in Oregon. In Set 3, we set 10 population 1 as LOCPRIOR=1, population 2 as LOCPRIOR=2, populations 3-8 as
11
LOCPRIOR=3, and population 9 as LOCPRIOR=4. This set allowed for the possibility of 12 an oceanographic break between Vancouver Island and Haida Gwaii, where the Subarctic
13
Current splits into the northward-flowing Alaska current and the southward-flowing
14
California current (although see discussion about timing of larval release relative to 15 oceanographic events in the section "Study system and species"). These three LOCPRIOR 16 models are summarized in Supplementary Table S1 . For all sets, the length of the burn-in 17 period was set to 100,000 with 100,000 MCMC reps after burn-in. We used the admixture 18 model with correlated allele frequencies among populations and a prior of F ST equal to 19 0.002 (see Results). All other parameters were default.
20
We ran five replicates of each parameter set for K=1 to K=9, and used the website Table S1 : Summary of LOCPRIOR models used in the STRUCTURE analysis.
Population Set
1 Set 2 Set 3 1 1 1 1 2 2 1 2 3 3 2 3 4 4 2 3 5 5 2 3 6 6 2 3 7 7 2 3 8 8 2 3 9 9 2 4
STRUCTURE results

32
In PRIORLOC Set 1, K=1 clearly had the highest L(K), although bumps occurred in the 33 ∆K plots at K=7 and K=9 (Supplementary Figure S1) . In PRIORLOC Sets 2 and 3, 34 likelihoods were similar for K=1 to K=4, and the ∆K plot showed a bump at K=2 and Figures S2-S3 ). An examination of the barplots for K=2 to K=4 36 from Set 3 showed no strong genetic structure, but a subtle pattern of isolation by distance
35
K=4 (Supplementary
37
(Supplementary Figure S4) . Figure S4 : Bar plots for K=2, K=3, and K=4 from the Set 3 STRUCTURE analyses. The six individuals with "mixed" ancestry tended to have more than one rare microsatellite allele.
